: RTE1 Sar consensus sequence and copy information. The number of hits represent the number of reciprocal blastn hits to RTE1 Sar from Repbase Update. The consensus sequence was built with nhmmer software from a mafft alignment of the top 100 longest hit regions. ORFs were predicted with the ncbi ORF finder. The copy number was assessed with RepeatMasker and OneCodeToFindThemAll.(a) S. araneus ORF from consensus sequence. Figure S5 : Phylogenies of species-specific RTE1 Sar copies. Top 100 copies (length, % divergence) were aligned with mafft and phylogenies were built with RAxML GTRCAT. Star-like phylogenies indicate neutral evolution of RTE1 Sar within species.
